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PATENT 



comparing /si 



Idling said unknown base according to results of said 
[said comparison of said plurality of probe 



intensitife 



(Amended) The method of claim 1 [2], wherein said 
comparing s\ev> includes [further comprising] the step of said 
computer system calculating a ratio of a higher probe intensity 
to a lower prtobe, intensity. 



calling stepl 1 




(Amended) The method of claim 3, wherein said 
lmafes [further comprising] the step of calling 



said unknown bads as being a base according to [complement of] 
said probe associated with said higher probe intensity if said 
ratio is greater than a predetermined ratio value. 



6. V ^Amended) The method of claim 1 [2], further 
comprising the\ step of sorting said plurality of probe 
intensities. \\^ 



8\ (Amended) The method of claim 7, wherein said 
comparing step includes [further comprising] the step of said 
computer system comparing probe intensities of a probe 
hybridizing wkh said sample sequence to probe intensities 
hybridizing witth said reference sequence. 

9. (Amended) The method of claim 7, wherein said 
comparing step includes [further comprising] the step of 
calculating first fiatiofe of a wild-type probe intensity to each 
probe intensity of a prqbe hybridizing with said reference 
sequence, wherein said wild^type probe intensity is associated 
with a wild-type pro)^ 



10. (Amended 
comparing step includes 
calculating second ratioi 
probe hybridizing with sa: 
intensity of a probe hybri< 



The method of claim 9, wherein said 
further comprising] the step of 
of the highest probe intensity of a 
sample sequence to each probe 
zing with said sample sequence. 
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comparing ste 



(Amended) The method of claim 10, wherein said 
includes [further comprising] the step of 



calculating 
ratios. 

12L 

comparing ste, 



third ratios of said first ratios to said second 



(Amended) The method of claim 46 [7], wherein said 
I includes [further comprising] the step of 



comparing said\ratio of neighboring nucleic acid probes 
[neighboring prbbe intensities of said plurality of probe 
intensities] . 



14 .\ (Amended) The method of claim 13, wherein said 
comparing ste / ia\Lncludes [further comprising] the step of said 
computer system pomparing probe intensities of a probe 
hybridizing \\itib/said sample sequence to statistics about said 
plurality of experiments. 



Please add claims 45-59 as follows. 



The method of claim 11, wherein said calling step 
includes the\step of calling said unknown base according to said 
probe associated with a highest third ratio. 

46. \ The method of claim 7, wherein said comparing step 
includes the step of calculating a ratio of a highest probe 
intensity of a fcrobe hybridizing with said reference sequence to 
a highest intensity of a probe hybridizing with said sample 
sequence. 



47. Ih d Computer system, a method of identifying an 
unknown base in i sample nucleic acid sequence, said method 
comprising the stejasVof: 

inputting a\ plurality of probe intensities, each of 
said probe intensities^ being associated with a nucleic acid 
probe ; 

said computer\ system comparing said plurality of probe 
intensities wherein each\ of said plurality of probe intensities 



MARKS S. CHEEet al. PATENT 
Serial No.: 08/327,525 
Page 4 

is substantially proportional to said associated nucleic acid 
probe hybridizing with said sample sequence; and 

calling said unknown base according to results of said 
comparing std* 

48. \The method of claim 47, wherein said comparing 
step includes the step of said computer system calculating a 
ratio of a higher probe intensity to a lower probe intensity. 

49. Ttie method of claim 48, wherein said calling step 
includes the step\of calling said unknown base according to said 
probe associated with said higher probe intensity if said ratio 
is greater than a predetermined ratio value. 



50. The 1 
ratio value is app^ 



eythod of claim 49, wherein said predetermined 
mately 1.2. 



51. In la boiftputer system, a method of identifying an 
unknown base in a teari(pleynucleic acid sequence, said method 
comprising the steps 

inputting a\first set of probe intensities, each of 
said probe intensities\ in said first set being associated with a 
nucleic acid probe and\ substantially proportional to said 
associated nucleic acid\ probe hybridizing with a reference 
nucleic acid sequence 

inputting a sdbond set of probe intensities, each of 
said probe intensities ih said second set being associated with a 
nucleic acid probe and substantially proportional to said 
associated nucleic acid pjpbe hybridizing with said sample 
sequence ; 

said computer system comparing at least one of said 
probe intensities in said fVrst set and at least one of said 
probe intensities in said second set; and 

calling said unknown base according to results of said 
comparing step. 
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52.1 The method of claim 51, wherein said comparing 
step includes Ithe steps of: 

calculating first ratios of a wild-type probe intensity 
to each probe intensity of a probe hybridizing with said 
reference segudpce, wherein said wild-type probe intensity is 
associated with\a wild-type probe; and 

calculating second ratios of the highest probe 
intensity of a plrobe hybridizing with said sample seguence to 
each probe intensity of a probe hybridizing with said sample 
seguence. 

53. The Viethod of claim 52, wherein said comparing 
step further includes the step of calculating third ratios of 
said first ratios to\said second ratios. 

54. The mejthod|\of claim 53, wherein said calling step 
includes the step off calling said unknown base according to said 
probe associated witlh & h^ghes^ third ratio. 

55. The met&iwlof claim 51, wherein said comparing 
step includes the step otf calculating a ratio of a highest probe 
intensity in said first Let to a highest intensity in said second 
set. 

56. The method \of claim 55, wherein said comparing 
step further includes the tetep of comparing said ratio of 
neighboring nucleic acid ptobes. 

57. In a computer system, a method of identifying an 
unknown base in a sample nualeic acid sequence, said method 
comprising the steps of: 

inputting statistics about a plurality of experiments, 
each of said experiments producing probe intensities each being 
associated with a nucleic acid probe and substantially 
proportional to said associated nucleic acid probe hybridizing 
with a reference nucleic acid teequence; 



